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Abstract
Base composition heterogeneity of P.funiculosum DNA When P.funiculosum in DNA was denatured at 1oC/min, a smooth and monophasic profile was obtained with a Tm of 87.5 ? 0.5oC and the hyperchromicity of 22-24%. The GC content was estimated to be 44.65 ? 1.2 mole percent. The high resolution thermal denaturation profile, obtained by heating the DNA at a heat rate of 0.2oC/min, revealed two prominent peaks near the Tm, three distinct late melting components in the temperature range of 91 to 98oC and 5 to 6 shoulders on the AT rich side. So far the DMAs of only two Fusarium species and one Senizophylum species have been studied by HRTD analysis. The P.Funicusolum data compared well with those of the above three fungal species. Status o f DNA methylation in P.funiculsoun Using methylation specific restriction enzymes, it was shown that there was very little methylation of 5'-CCGG-3' sequence and a small amount of adenine methylation of P. funiculosum genome. m5C content as determined by HPLC was 2 mole per cent and this was found to be approximately 0.7 mole per cent of the total cytosino resides. Kinetic complexity of P, funiculosum DNA Repeated DNA sequences represented about 15% of the P. funiculosum DNA. The fold back or very highly repetitive sequences constituting approximately 5% of the total DNA were also included in the above fraction. The average frequency of repetition and the kinetic complexity of repeated DNA sequences were 5828 and 6.468 x 106 daltoris, respectively. The kinetic complexity of the single copy sequences was estimated to be 2.87 x 1010 daltons. The repeated sequences exhibited a base mismatch of 1% and were found to consist of two size classes; one major class (55%) of >1500 bp and a minor class (45%) of 500 bp. Arrangement of repeated and single copy DMA sequences in P. funiculosum genome Approximately 40% of the P. funiculosum genome consisted of interspersed repeated and single copy DNA sequences. The interspersion pattern was of mixed type, where long repetitive DNA as well as short repetitive DNA interspersed with long single copy DNA. The length of the interspersed single copy DNA was more than 9000 bp. Characterization of purified CMCase enzyme component of P. funiculosum the purified CMCase I was a glycoproteln and consisted of a single polypeptide chain with a molecular weight of 56,000. It showed optimum activity at pH 5.3 and 55oC and had a pi of 3.15. The mode of action of CMCase I was shown to be random. It had substrate specificity towards ?-1, 4, ?-l/3/ ?-1, 6 and ?-1/6 linkages indicating its multifunctional character. 
  	


